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We found an imprecision in our review ‘how to infer gene
networks from expression proﬁles’ (Bansal et al, 2007).
The global and dynamic data sets shown in Table II were
generated by inadvertentlyaddinga largernoise power than in
the local data set. This mistake was introduced due to an error
in the unit of measure of the noise power.
The results between the global, local and dynamic data sets
are therefore not directly comparable, as they should have all
the same noise level.
We have now corrected this error by reducing the noise in
global and dynamic data sets to the level of the local data set.
Although the conclusions of the review do not change, we
providehereacorrectedversionofTableIIandSupplementary
Table 3 and a revised Supplementary data set, including
simulated and experimental data for 10 and 100 gene
networks.
In addition, to reﬂect these changes, the sentence on page 6:
‘We observe that, for the ‘global’ perturbation data set, all the
algorithms, but Banjo, (Bayesian networks) fail, as their
performance is comparable with random algorithm (hence the
importance of reporting always random performance).’
should read:
‘We observe that, for the ‘global’ perturbation data set, all the
algorithms, but Banjo, (Bayesian networks) decrease in their
performance as compared to the ‘local’ data set for the same
number of points, or fail, as their performance is comparable
with random algorithm (hence the importance of reporting
always random performance).’
and the sentence on page 6:
‘Perfomance is again random for the time-series ‘dynamic’
data set.
should read:
‘Perfomance is again random for the time-series ‘dynamic’
data set, except for Banjo albeit with a very low sensitivity.’
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Table II Results of the application of network inference algorithms on the simulated data set
Data sets ARACNe BANJO NIR Clustering Random
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PPV, positive predicted value; Se, sensitivity. In bold the algorithms that perform signiﬁcantly better than random, using as a random model with a Binomial
distribution.
Table II Continued
Data sets ARACNe BANJO NIR Clustering Random
PPV Se PPV Se PPV Se PPV Se PPV
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